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Methods: MLSA was done for 48 strains of VGS isolated from
lood cultures of patients with IE by using concatenated sequences
f the seven house-keeping genes map, pﬂ, pyk, ppaC, rpoB,
oda, and tuf (http://www.eMLSA.net),. Nucleotide alignments and
hylogenetic trees were constructed with the neighbour-joining
ethod using single house-keeping genes and concatenated
equences of seven house-keeping genes in MEGA version 5.0.
Results: Analysis of 36 strains out of 48 VGS was done, since six
treptococcus oralis did not reach the required sequence length for
he sodA gene when analysed by the MLSA software, and one Strep-
ococcus mutans and ﬁve Streptococcus sanguinis did not amplify
ap gene by PCR. All the sequence clusters could be equated with
ecognized species and based on MLSA, twenty one were identiﬁed
s Streptococcus oralis, six as Streptococcus gordonii, ﬁve as Strep-
ococcus sanguinis, three as Streptococcus parasanguinis, and one as
treptococcus anginosus.
Conclusion: Results of MLSA revealed that the closely related
pecies of VGS fall into well-resolved clusters when compared to
ingle gene-based identiﬁcation.
ttp://dx.doi.org/10.1016/j.ijid.2012.05.836
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Background: Staphylococcus aureus is a persistent human
athogen responsible for a variety of infections ranging from soft-
issue infections to bacteremia. The objective of this study was to
etermine the prevalence of a repertoire of toxin genes among
alaysian MRSA strains isolated over a four years period and the
enetic relatedness of MRSA strains.
Methods: One hundred eighty-eight strains (2003, 2004, 2007
nd 2008) of methicillin-resistant S. aureus (MRSA) isolated from a
ertiary hospital were screened for 20 genes encoding for extracel-
ular virulence determinant (sea, seb, sec, sed, see, seg, seh, sei, sej, tst,
ta, etb,etd) and adhesins (cna, etb, fnbA, fnbB, hlg, ica, sdrE) via PCR.
he genetic relatedness of these strains was determined by PFGE,
CR-RFLP of coa gene and agr grouping.
Results: Majority of the strains were tested positive for efb and
nbA (96% each), ica (78%) and hlg (59%) genes. A total of 101 strains
ere positive for at least one type of staphylococcal enterotoxin
enes with sea being the predominant. Genes for seb, sed, see, seh,
ej, eta and etb were not detected in any of the MRSA strains. The
revalence of sea, sec and ica among strains isolated in 2008 was
ncreased signiﬁcantly (p <0.05) compared to 2003. Most of the
trains were of agr type I (97.5%) followed by agr type II (1.2%) and
gr type III (0.6%). Subtyping by PFGE andPCR-RFLP of coa genepro-
uce88differentpulsed-ﬁeldproﬁles (F =0.51-1.0) and47different
atterns (F =0.24-1.0), respectively.fectious Diseases 16S (2012) e158–e316 e229
Conclusion: No direct correlation between virulotypes, PFGE
and PCR-RFLP proﬁles was observed. Strains with identical PFGE
and PCR-RFLP proﬁles frequently belonged to different virulence
patterns. Increase of MRSA strains with virulence factors over the
years signal thepotential loss of theusageof antimicrobial agents in
treatingMRSA infections asMRSA strainswith virulence factors are
normally resistant tohost immune systemsandother antimicrobial
agents. The MRSA clinical strains from this tertiary hospital were
genetically related, suggesting that few predominant clones of the
species are involved in infections.
http://dx.doi.org/10.1016/j.ijid.2012.05.837
Type: Poster Presentation
Final Abstract Number: 45.047
Session: Bacterial Infections
Date: Friday, June 15, 2012
Time: 12:45-14:15
Room: Poster & Exhibition Area
Aetiological agents of meningitis in Zambia: Is there a need for
a pneumococcal vaccine?
C. Lukwesa ∗, J. Mwansa, R. Nakazwe
University Teaching Hospital, Lusaka, ZA, Zambia
Background: Meningitis continues to be a major cause of mor-
bidity and mortality in Zambia. This is a problem more especially
in HIV/AIDS patients and the paediatric age group. Because of the
higher risk of mortality in the under ﬁve age group, the Zambian
government with the aid of the World Health Organisation has an
on-going surveillance of Paediatric Bacterial Meningitis (PBM) to
determine the causative agents. The data is for patient manage-
ment as well as policy decisions such as introduction of vaccines
for immunisation against pneumonia and meningitis. The country
is in the process of introducing a pneumococcal vaccine and there-
fore requires information on serotypes to decide on whether to
introduce 7, 10, 13 or 23 valent pneumococcal vaccines.
The University Teaching Hospital Microbiology (UTH) labora-
tory, Lusaka, receives over two thousand Cerebral Spinal Fluid
specimens for the diagnosis ofmeningitis. Themicrobiological pro-
cedures include microscopy examination (cell count, India ink and
Gram staining). Samples are also cultured for bacterial and fungal
pathogens and antimicrobial susceptibility testing by the Buaer-
Kirby and MIC methods.
Methods: The UTH laboratory data for the year 2011 was
reviewed todetermine themain causative agents ofmeningitis, and
the antimicrobial susceptibility. Some strains (17) of Streptococcus
pneumoniawere serotyped at the National Institute of Infectious
Diseases (NICD), South Africa.
Results: About 90% of all specimens suggest aseptic meningi-
tis. The positive cultures included the fungal agentCryptococcus
neoformans (42%)and bacterial pathogens wereStreptococcus
pneumonia (37%), Neisseria meningitides (5%),Salmonella Typhi
(2%)and other organisms. The pneumococcal serotypes identiﬁed
included 1, 4, 6A, 6B, 7F, 10F, 15C, 19A, and 23F. More than
23% of Streptococcuspneumoniaewas isolated from the paediatric
age group though all age groups were affected. The antibi-
otic resistance of 17strains ofS.pneumoniaetoChloramphenicol
(Buaer-Kirby), Penicillin (MIC 0.12-1.00g/ml), and Cefotaxime
(MIC≤0.5g/ml) were 41%, 23%, and 0% respectively.
Conclusion: Despite the introduction of Antiretroviral drugs
(HAART), Cryptococcus continues to be a common opportunistic
infection inHIV/AIDspatients inZambia. S. pneumoniaeis themajor
